Supplementary Tables
Additional costs and genomic resources required upstream of hybrid capture.
Additional costs prior to hybrid capture: Additional preliminary steps and costs required before hybrid capture include field sampling, DNA extractions, and pathogen screening. Since the specific pathogen infection rate will dictate the amount of sampling needed, we only include a general overview of the effort and costs required for a potential pathogen population genomic study. Given a pathogen prevalence of 5-20%, ~200 samples/(population or site) need to be collected and screened to ensure at least 5-20 positive samples/(population or site).
Genomic resources for capture array design: For the design of the capture array for a target pathogen using the Roche NimbleGen SeqCap method (Madison, USA), the genome of the target pathogen species or a closely related species is required. For culturable microbial species for which the genome are not yet available, the lack of a genome reference is not an impediment.
Whole genome sequencing of pure isolates followed by de novo genome assembly will generate the genomic resources necessary. For capture arrays intended to enrich for multiple parasite species within a single sample or vector specimen, the creation of a dual-or multiple-genome pathogen capture array is possible at no additional costs for the array design and synthesis.
However, sequencing costs would increase in order to maintain a desired coverage across both pathogen genomes. Considering that the cost of sequencing is only 4% of the total cost of the hybrid capture (Table S5) , this would not significantly increase the overall cost and would enable multi-pathogen genomic studies. Table S1 . Chromosome Reference Position Coverage
